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Alignment of Human and Mouse SSG Protein Sequences 



hSSG.pro MGDLSSLTPG GSMGLQVNRG SQSSLEGAPA TAPEP-HSLG ILHASYSVSH 49 

mSSG.pro MGELPFLSPE GARGPHINRG SLSSLEQGSV TGTEARHSLG VLHVSYSVSN 50 

hSSG.pro RVRPWWDITS 1 CRQQWTRQIL KDVSLYVESG QTMCTLGSSG SGKTTLLDAM 99 

mSSG.pro RVGVmmiKS CQQWIDRQIU KDVSLYIESG. QIMCILGSSG SGKTTLLDAI 100 

hSSG.pro SGRLGRAGTF LGWY^NGRA I^REQFQDCF SYVLQSDTLL SSLTVRETLH 149 

mSSG.pro SGRLRRTGTL EGEVFVNGCE LRRDQFQDCF SYVLQSDVFL SSLIVEIE'TLR 150 

hSSG.pro YTALLAIRRG NPGSFQKKVE AVMAELSLSH VADRLIGNYS LGGISTGERR 199 

mSSG.pro YTAMLALCKS SADFYNKKVE Ay^FTELSLSH VAJDQMIGSYN FGGISSGEKR 200 

hSSG.pro RVSXAAQLLQ DPK*^FDEF<^^^ 249 

mSSG . pro KySJ2^^ QIVLLLAHIiA' : ld©RI^IVTI 250 

hSSG.pro HQPRSELFQL I^miLSFG; f EfilFCGTPAE I^OT ; FC.FEHSNPFD 299 

mSSG.pro PQPRSELFQH BEfO^I/^^ 300 

hSSG.pro rapL^St^nQ^K^^E^S KR\IQMIESAY KKSAICHKTL •• KMIERMKHLK 349 

mSSG.pro ^^^^^J^X^^£ p?«^ECAF KESDIYHKIp^ 350 

hSSG . pro TLPMVFKFK ;DSBGVFSK^ LLQiSLlMGLF 399 

mSSG . pro TLPWPHK^' DPEGiyiejG^ IXQ^IKQAVTMR- LVQMLIMGLF 400 

hSSG.pro LL^FVLRVRS f^K®I®ff^ 449 

mSSG.pro |l|YLLWQN OTl^^ 450 

hSSG.pro I^ESQDGLYQ mQSM^P^m^FSW^ ■ ^ MIFSSVCYWT Y LGLHPEVARF 499 

mSSG.pro DQESQiMYH mQMJ^mm 500 

hSSG.pro GYFSAALLAP W^i^Lgi;?A^VGSGFL 549 

mSSG . pro 6^feS3^I^ 550 

hSSG.pro RKiQiMPXPF laiSYFTF^YGSEI^^ .^SVTTOPM 599 

mSSG.pro ROT^EMPIPL KILGYFQ?FQK;; TCCEipAME FYGUSTFTCGG S^SMLNHPM 600 

hSSG.pro CAFfTQ0IQFI ! EKTCPGX.TSR FTMNFLILYS FIPALVir^f-niV^IRDHLf 649 

mSSG.pro C^ITO^VQFI EKTQPGATSR. FTANFLI3LYG FIPALVILGT VIFKVRDYLI 650 

hSSG.pro SR 651 

mSSG.pro SR 652 
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Reference Number. S7 1 1 
Stanford RH Panel; TNG4 
Lowest LOO Raporred; 6 
Chromosome Value; 0 



Results for HT 



Submitted 

VectorOOOl 0000000001 0001 Q0001 01 001 QQ0000010Q00001 0001 000000000001 0Q0Q0OOOQO 
001 000000000001 0001 00 

# SHGCNAMH CHROM# LOO_SCORE Dl ST. (efts) 
1 SHGG-36672 2 7.52 35 

Vector.O0O00O00R00001 01 01 00 1 0001 0O1 1 1 000001 0000001 00Q1 0000000001 01 OOOOOOOOOO 
001 OO0O0OCOQRO1 OOOlOO 

2SHGC-8139 2 6.S3 44 

Vecton000000001 00001 01 01 001 000 1 00 11 1 000001 0000001 0001 0000000001 01 0OQOO0O00O 
001 00QO0O0001 010001 00 

3 SHG0699 2 6.03 46 

Vector;000 10000000Q01 0001 00001 01 001 01 00100001 0001 10001 0001 000001 01 OOOOOOOOOO 
* OQ0QO010Q0000HO0Q1OO 



The number of markers searched was 32440. 
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FIGURE 12 




FIGURE 13 
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FIGURE 14A 



Human SSG nucleotide sequence — 13 Exons 

|GTCAGGTGGAGCAGGCAGGGCAGTCTGCCACGGGCTCCCCAACTGAAGCCACTCTGGGGA 
GGGTCCGGCCACCAGAAAATTTGCCCAGCTTTGCTGCCTGTTGGCCATGGGTGACCTCTC 
ATCTTTGACCCCCGGAGGGTCCATGGGTCTCCAAGTAAACAGAGGCTCCCAGAGCTCCCT 
GGAGGGGGCTCCTGCCACCGCCCCGGAGCCTCACAGCCTGGGCATCCTCCATGCCTCCTA 
CAGCGTCAC±;CACCGCGTGAGGCCCTGGTGGGACATCACATCTTGCCGGCAGCAGTGGAC 



caggcagatcctcaaagatgtctccttgtacgtggagagcgggcagatcatgtgcatcct 
aggaagctcac£ct<^ggg 



CGCGGGGACCTTCCTGGGGGAGGTGTATGTGAACGGCCGGGCGCTGCGCCGGGAGCAGTT 



; CCAGGACTGCTTCTCCTACGTCCTGCA^GCGACACCCTGCTGAGCAGCCTCACCGTGCG 
CGAGACGCTGCACTACACCGCGCTGCTGGCCATCCGCCGCGGCAATCCCGGCTCCTTCCA 
GAAGAAGGTGC^GGCCGTCATGGCAGAGCTGAGTCTGAGCCATGTGGCAGACCGACTGAT 
TGGCAACTACAGCTTGGGGGGCATTTCCACGGGTGAGCGGCGCCGGGTCTCCATCGCAGC 
CCAGCTGCTCCAGGATCCTmGGTCATGCTGTTTGATGAGCCAACCACAGGCCTGGACTG 
CATGACTGCTAATCAGATTGTCGTCCTCCTGGTGGAACTGGCTCGCAGGAACCGAATTGT 

x^i 

GGTTCTCACCATTCACCAGCCCCGTTCTGAGCTTTTTCAC^TCTTTGACAAAATTGCCAT 
CCTGAGCTTCGGAGAGCTGATTTTCTGTGGCACGCCAGCGGAAATGCTTGATTTGTTCAA 
TGACTGCGGTTACCCTTGTCCTGAACATTCAAACCCTTTTGACTTCTAT^TGGACCTGAC 
GTCAGTGGATACCCAAAGCAAGGAACGGGAAATAGAAACCTCCAAGAGAGTCCAGATGAT 
AGAATCTGCCTACAAGAAATCAGCAATTTGTCATAAAACTTTGAAGAATATTGAAAGAAT 
GAAACACCTGAAAACGTTACCAATGGTTGCTTTCAAAACGAAAGATTCTCCTGGAGTTTT 
CTCTAAACTGGGTGTTCTCCTGAq^AGAGTGACAAGAAACTTGGTGAGAAATAAGCTGGC 
AGTGATTACGCGTCTCCTTCAGAATCTGATCATGGGTTTGTTCCTCCTTTTCTTCGTTCT 
GCGGGTCCGAAGCAATGTGCTAAAGGGTGCTATCCAGGACCGCGTAGGTCTQQTJ'XACCA 

TGCT 

GCGAGCTGTCAGCGACCAGGAGAGTCAGGACGGCCTCTACCAGAAGTGGCAGATGATGCT 



GTTTGTGGGCGCCACGCCGTACACAGGCATGCTGAACGCTGTGAATCTG'^TCCCGTC 



GGCCTATGCACT^CACGTCCTCCCGTTCAGCGTTGTTGCCACCATGATTTTCAGCAGTGT 
GTGCTACTGGACGGTGGGCTTACATCCTGAGGTTGCCGGATTTGGATATTTTTCTGCTGC 



TCTCTTGGCCCCCCACTTAATTGGTGAATTTCTAACTCTTGTGCTACTTGGTATCGTCCA 
AAATCCAAATATAGTCAACAGTGTAGTGGCTCTGCTGTCCATTGCGGGGGTGCTTGTTGG 
ATCTGGATTCCTCA^A^^^ 

TACATTCCAAAAATATTGCAGTGAGATTCTTGTAGTCAATGAGTTCTACGGACTGAATTT 
CACTTGTGpCAGCTCAAATGTTTCTGTGACAACTAATCCAATGTGTGCCTTCACTCAAGG 



AATTCAATTCATTGAGAAAACCTGCCCAGGTGCAACATCTAGATTCACAATGAACTTTCT 
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GATTTTGTATTCATTTATTCCAGCTCTTGTCATCCTAGGAATAGTTGTTTTCAAAATAAG 
GGATCATCTCATTAGCAGGTAGTGAAAGCCATGGCTGGGAAAATGGAAGTGAAGCTGCCG 
ACTGTGCATGACTGCTCTGAACGTCTGAAATGAGAGTGCCATGTATTTCTTTCTTGACAG 
GACATCTCAAGTCTTTTAACCATTAAGACTCCATTTGTGCCTCTTGGATCCAAGCAGGCC 
TTGAATGCAATGGAAGTGGTTTATAGTCCCTTGCTCTTACAACTTGCAGGGACATGTGGT 
TATTTGGAAATTGTGACTGAGCGGACCCAAGAATGTAAATAATATTCATAAACCTATGGG] 



Exon number 


exon size 


5' splicing site 


3' splicing site 


Intron size 


1 - 






GCGTCAGgtaaggcag 


~600bp 


2 


124 


cctttaaagCCACCGC 


AGCTCAGgtaagcttg 


~6kb 


3 


137 


gccccgcagGCTCCGG 


CCTGCAGgtgggcgcg 


79bp 


4 


103 


ctcctgcagAGCGACA 


AAGGTGGgtgcagccc 


-4kb 


5 


1 29 


tgcaggtggAGGCCGT 


GATCCTAgtaagtggc 


~2kb 


6 


140 


tgctggcagAGGTCAT 


I I I I CAGgtaagaggt 


~2.5kb 


7 


130 


tctggtcagCTCTTTG 


TTCTATAgtaagtttt 


~0.5kb 


8 


214 


aacttttagTGGACCT 


TCCTGAGgtaagaggc 


100bp 


9 


206 


tgttttcagGAGAGTG 


AATCTGTgtaagtgcc 


~1.7kb 


1 0 


139 


catccccagTTCCCGT 


GCTACTGgtgaggggtt 


~l.9kb 


1 1 


186 


cttttctagGACGCTG 


TCCTCAGgtaagatat 


-5.3kb 


1 2 


113 


tttcttaagAAACATA 


ACTTGTGgtaagtatt 


~1.2kb 


1 3 




ccttgacagGCAGCTC 






Total 








-25.9kb 



Exonic sequences in capital letter 
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